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Biodiversity Genomics: costs and progress
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Imaged

Image Processing and Analysis in Java

File Edit Image Process Analyze Plugins Window Help
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ImageJ 1.38e /Java 1.5.0_08

Column >9416 bp <9416bp total % > 9416 bp
2 3503.234 61565.425 65070.659 5.4%
3 5026.648 79952.588 84982.236 5.9%
4 12537.255 27177.505 39718.76 31.6%
5 5965.548 8789.3 14759.848 40.4%
6 8906.134  6386.066 15298.2 58.2%
7 5767.962 2612.631  8387.593 68.8%
8 1096.042 29235.655 30339.697 3.6%
9 4876.841 28195.785 33081.626 14.7%

http://imagejdocu.tudor.lu/doku.php?id=video:analysis:gel_quantification_analysis
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ZFMK, Bonn

As of 24 Oct 2017
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Terrestrial Arthropods
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Terrestrial Arthroped vs. Non-Arthropod Animal Assembly Counts by Release Year
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Dovetall Genomics: Genome Assembly
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Dovetaill Genomics: Scaffolding Contiguity

Assembly Contiguity Comparison
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Parasteatoda Synteny
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Nephila
Stats

Table 1 Summary statistics for the N. clavipes genome and

transcriptome assemblies

Estimated genome size

Genome size?

% repetitive:
Genome assembly
Assembly size

% genome captured
Coveraged

Number of contigs
N50 contig size
Number of scaffolds
N50 scaffold size
Largest scaffold
Scaffolds >100 kb
BUSCO (% recovered)®
Transcriptome assembly
Read input

Number of transcripts

N50 transcript contig size
BUSCO (% recovered)®

3.45 Gb
55%
FullP

2.82 Gb
2.13 Gb non-gap

82%
87x
2,136,720
6,075 bp
1,842,805
47,029 bp
1,655,743 bp
5,001
94.85%
All isolates
1.563 x 10° reads
1,507,505
904 bp
99.13%

Annotated®

2.44 Gb
1.76 Gb non-gap

71%
98.5x (49x)
465,207
8,054 bp
180,236
62,959 bp
1,655,743 bp
5,001
94.27%
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